. Electrostatic interaction computed as Debye-Hückel energies (G DH ). Protein* denotes Protein-RNA complex. Errors were computed from binning analysis (bin width: 80ns). Values lower that 0.05 kcal/mol are shown as "0.0"
As a consequence, a sentence in the third paragraph of the Section Electrostatic interactions should also be amended. Namely, sentence "Remarkably, ATP interacts more with the protein in its closed conformation, whereas ADP interacts more with the protein in its open conformation" should be changed to "Remarkably, ATP and ADP interact more with the protein in its closed conformation. The difference is more marked for ATP."
The overall trends for the binding affinity of ATP are not changed. As a consequence this error does not affect any of the conclusions of the paper nor any of the issues commented in the Discussion.
